MATa ura3-52 trp1 leu2∆1 his3∆200 pep4::HIS3 prb1∆1.6R can1 GAL MATα ura3-52 trp1 leu2∆1 his3∆200 pep4::HIS3 prb1∆1.6R can1 GAL MATa ura3-52 trp1 leu2-Δ1 his3-Δ200 pep4 ::HIS3 prb1-Δ1.6R can1 GAL rad54Δ::KANmx 1 These strains are isogenic derivatives of W303 RAD5 with the common genotype MATa ade2-1 can1-100 his3-11,15 leu2-3,112 trp1-1. 
All plasmids were transformed into WDHY2655 (Table S1) and SP-Sepharose [2] . MW: molecular weight markers in kDa. C) The interaction with PCNA was examined by pull down assays as described in Figure 2 and in Material and Methods.
Essentially the same results were found in two independent experiments and both are shown.
The first lane in each blot is the PCNA loading control. Full-length Rad54 shows robust interaction with PCNA (see also Fig. S1 ). Deletion of the first 68 or 168 amino acids strongly diminishes interaction to the same extent. This would predict that the PCNA interaction domain is contained within the first 68 amino acids, but a fragment covering the first 83 amino acids shows no interaction. A fragment with the first 168 amino acids shows stronger interaction than the full-length protein, but a longer fragment with the first 273 amino acids displays strongly diminished interaction. Weak interaction is found with fragments encompassing amino acids 68-168 or 68-273.
